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Abstract
Background: In an acidic and lysine-rich environment Escherichia coli induces expression of the cadBA operon
which encodes CadA, the lysine decarboxylase, and CadB, the lysine/cadaverine antiporter. cadBA expression is
dependent on CadC, a membrane-integrated transcriptional activator which belongs to the ToxR-like protein
family. Activation of CadC requires two stimuli, lysine and low pH. Whereas lysine is detected by an interplay
between CadC and the lysine-specific transporter LysP, pH alterations are sensed by CadC directly. Crystal structural
analyses revealed a close proximity between two periplasmic cysteines, Cys208 and Cys272.
Results: Substitution of Cys208 and/or Cys272 by alanine resulted in CadC derivatives that were active in response
to only one stimulus, either lysine or pH 5.8. Differential in vivo thiol trapping revealed a disulfide bond between
these two residues at pH 7.6, but not at pH 5.8. When Cys208 and Cys272 were replaced by aspartate and lysine,
respectively, virtually wild-type behavior was restored indicating that the disulfide bond could be mimicked by a
salt bridge.
Conclusion: A disulfide bond was found in the periplasmic domain of CadC that supports an inactive state of
CadC at pH 7.6. At pH 5.8 disulfide bond formation is prevented which transforms CadC into a semi-active state.
These results provide new insights into the function of a pH sensor.
Background
Escherichia coli uses several strategies to maintain a
neutral cytoplasmic pH in an acidic environment help-
ing the bacterium to survive under this unfavorable con-
dition. A number of genes is induced upon exposure of
cells to low pH, among them the genes for the degrada-
tive amino acid decarboxylase systems adi, gad and cad.
The Cad system consists of the cytoplasmic protein
CadA and the transmembrane proteins CadB and CadC
[1]. CadA is a lysine decarboxylase that catalyzes decar-
boxylation of lysine to cadaverine whereby one proton is
consumed resulting in a relief of the intracellular acid
stress. The alkaline product cadaverine is concomitantly
excreted by the lysine/cadaverine antiporter CadB [2,3].
The genes cadA and cadB are organized in an operon
[3,4], which is under the control of the PCad promoter.
Expression of the cadBA operon is induced after exter-
nal acidification, and simultaneous presence of extracel-
lular lysine. CadC is the positive regulator of cadBA
expression [5], and binds to two sites within the cadBA
promoter [6].
cadC is located upstream of the cadBA operon and
encodes a 58 kDa inner membrane protein. CadC, a
member of the ToxR-like transcriptional activators [7],
consists of a cytoplasmic N-terminal domain (amino
acids 1-158), a single transmembrane domain (amino
acids 159-187), and a periplasmic C-terminal domain
(amino acids 188-512) [5,8]. The cytoplasmic domain
shows sequence similarity to the ROII-subgroup of
DNA-binding domains of response regulators [5]. How-
ever, contrary to prototypical response regulators [9]
signal transduction in CadC functions without phos-
phorylation. Thus, CadC and all other ToxR-like pro-
teins represent a one-component stimulus-response
system.
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erties due to single amino acid replacements within the
periplasmic domain, it was suggested that this domain is
the signal input domain [8]. Recently, it became clear
that CadC senses alterations of the external pH directly
[10], but lysine is sensed only indirectly. The lysine-
dependent regulation of CadC is exerted by an interplay
with the lysine permease LysP, and it is proposed that
in the absence of lysine, CadC is inactivated by an inter-
action with LysP [11].
Here, we investigated the role of the three cysteine
residues in CadC. The best investigated member of the
ToxR-like protein family, ToxR of Vibrio cholerae,c o n -
tains two cysteines within the periplasmic domain.
These cysteines were found to be involved in the forma-
tion of an intramolecular disulfide bond but also in the
formation of intermolecular disulfide bonds between
two ToxR molecules and between ToxR and a second
transmembrane protein, ToxS [12,13]. Although it was
shown that ToxR binds to the DNA only in a dimeric
form [7], ToxR oligomerization in vivo was independent
of environmental changes [14], and thus evidence for
the functional importance of the cysteines in ToxR is
still lacking. Our studies indicated that a disulfide bond
within the periplasmic domain of CadC is formed at pH
7.6, but these cysteines are in the reduced state at pH
5.8. These results give new insights into the switch
between inactive and active states of a pH-responsive
protein.
Results
Two periplasmic cysteines are important for the
regulation of CadC activity
CadC of E. coli contains three cysteine residues, one in
the transmembrane domain (C172), and two in the peri-
plasmic domain (C208 and C272). Amino acid align-
ment of CadC from all available sequences indicated
that C172 is found only in a few species, whereas the
two periplasmic cysteines are well conserved in the
order of Enterobacteriales (data not shown). In addition,
the crystal structure of the periplasmic domain of CadC
depicted a close proximity between C208 and C272 [15]
predicting an intramolecular disulfide bond. Thus, the
role of the cysteines in CadC was studied in detail.
First, each cysteine in CadC was replaced with alanine,
and the resulting derivatives CadC_C172A,
CadC_C208A, CadC_C272A and CadC_C208A,C272A
were used for complementation of the E. coli EP314
reporter strain (cadC::Tn10, cadA’::lacZ). b-Galactosi-
dase activities were determined as a measurement for
cadBA expression. CadC_C172A with a replacement of
the cysteine in the transmembrane domain retained the
activity pattern of wild-type CadC with induction of
cadBA expression only at pH 5.8 in the presence of
lysine (Figure 1). In contrast, replacement of cysteines at
positions 208 and 272 in the periplasmic domain either
alone or in combination resulted in CadC derivatives for
which one stimulus was sufficient to activate cadBA
expression (Figure 1). Specifically, cells expressing these
derivatives induced cadBA expression at pH 5.8 regard-
less of the presence of lysine, and also at pH 7.6 when
lysine was present. In general, b-galactosidase activities
were significantly higher for these derivatives compared
to the wild-type. Besides, a comparison of the activities
in response to one or two stimuli revealed that the
induction level significantly increased when cells expres-
sing these derivatives were exposed to both stimuli (Fig-
ure 1). All CadC derivatives analyzed in reporter gene
assays were produced and found to be membrane-inte-
grated as the wild-type protein (Figure 1). In conse-
quence, C208 and C272 are important for the regulation
of CadC activity.
In order to detect intermolecular disulfide bonds,
membrane vesicles containing wild-type CadC or CadC
derivatives with cysteine replacements were treated with
copper phenanthroline, a Cys null crosslinker. Subse-
quent Western blot analysis revealed that in case of
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Figure 1 Influence of cysteine replacements in CadC on cadBA
expression. Reporter gene assays were performed with E. coli
EP314 (cadC::Tn10; cadA’::lacZ fusion) which was complemented with
plasmid-encoded cadC or the indicated cadC derivatives. Cells were
cultivated under microaerobic conditions in minimal medium at pH
5.8 or pH 7.6 in the presence or absence of 10 mM lysine at 37°C to
mid-logarithmic growth phase, and harvested by centrifugation. The
activity of the reporter enzyme b-galactosidase was determined [43]
and served as a measurement for cadBA expression. Error bars
indicate standard deviations of the mean for at least three
independent experiments. To analyze production and membrane
integration of the CadC derivatives, Western blot analysis of
membrane fractions from E. coli BL21(DE3)pLysS transformed with
plasmids encoding either wild-type or CadC derivatives was
performed (inset). Each lane contains 25 μg of membrane protein
(CadC derivatives are in the same order as in the graph). CadC was
detected by a monoclonal mouse antibody against the His-Tag and
an alkaline phosphatase coupled anti-mouse antibody.
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Page 2 of 12wild-type CadC and CadC with a single Cys at position
172, a fraction of the protein was transformed into an
oligomeric form which might be related to the forma-
tion of an intermolecular disulfide bond at position 172
(data not shown). Since replacement of Cys172 was
without effect on the CadC-mediated cadBA expression
(Figure 1), it is concluded that an intermolecular disul-
fide bond is without functional importance for CadC.
An intramolecular disulfide bond between C208 and C272
is found at pH 7.6 in vivo
To analyze whether a disulfide bond is formed in CadC,
an in vivo differential thiol trapping approach with
iodoacetamide and PEG-maleimide was used [16]. For
simplification, these studies were performed with
CadC_C172A which contains only the two periplasmic
cysteines. The method is based on the fact that both
iodoacetamide and PEG-maleimide react only with free
thiol groups. First, E. coli cells producing CadC_C172A
were labeled with iodoacetamide during growth at pH
7.6 or pH 5.8. Subsequently, free iodoacetamide was
removed, and all disulfide bonds were reduced by treat-
ment with dithiothreitol (DTT). Free thiol groups were
labeled with PEG-maleimide in a second step. In conse-
quence, only cysteines that are present in an oxidized
form and thus protected from iodoacetamide labeling in
the first step, are labeled with PEG-maleimide resulting
in a detectable increase of the molecular weight.
At pH 7.6 differential labeling of CadC_C172A clearly
resulted in a labeling with PEG-maleimide (Figure 2).
The band for unlabeled CadC decreased, and an addi-
tional higher molecular band appeared demonstrating
labeling of C208 and C272 with PEG-maleimide (Figure
2a, lane 2). This additional band was only detectable
when cells were treated with DTT (Figure 2a, lane 3 in
comparison to lane 2). The PEG-ylated CadC_C172A
runs as a smeared and broadened band which is prob-
ably due to the interaction between PEG and SDS [17].
Addition of PEG-maleimide (regardless of the treatment
with DTT) resulted in an additional labeling product
that also appeared in cells producing the cysteine-free
CadC. Therefore, this signal can be regarded as unspeci-
fic labeling product which might be related to a reactiv-
ity of maleimide with other residues (e.g., lysine or
tyrosine) in CadC (Figure 2a, lanes 2, 3, and 7, 8). Label-
ing of CadC_C172A with PEG-maleimide implies that
iodoacetamide was unable to react with the periplasmic
cysteines. To prove that this result was due to the pre-
sence of a disulfide bond that protected the cysteines
from labeling, CadC_C172A,C208A was subjected to the
same labeling procedure (Figure 2a, lanes 4 and 5). This
CadC derivative contains one cysteine that should be
labeled with iodoacetamide in the first labeling step. As
expected this derivative was hardly PEG-ylated under
this condition (Figure 2a, lane 5). In contrast, this pro-
tein was completely PEG-ylated when iodoacetamide
was omitted in the first step (Figure 2a, lane 4). The
PEG-ylated products (Figure 2a, lanes 2 and 4) differed
in size because of the different number of cysteines that
were accessible for labeling. These data clearly demon-
strate the presence of a disulfide bond between C208
and C272 in the inactive state of CadC at pH 7.6 (Figure
2b).
Since CadC becomes activated at low pH, the occur-
rence of the disulfide bond was also investigated under
this condition (Figure 3). At pH 5.8 CadC_C172A was
not labeled with PEG-maleimide (Figure 3a, lane 2).
Addition of PEG-maleimide either in the absence or the
presence of DTT produced only an unspecific band that
was also observed for the cysteine-free CadC_C172A,
C208A,C272A (Figure 3a, lanes 2, 3, and 7, 8). This
result alludes to an efficient labeling of C208 and C272
with iodoacetamide in the first step, and implies that
the periplasmic cysteines exist in a reduced form under
acidic conditions. As a control, iodoacetamide was
omitted and thereupon the typical PEG-maleimide label-
ing product appeared (Figure 3a, lane 4). Omittance of
PEG-maleimide resulted in the disappearance of this
band (Figure 3a, lane 5). These results reveal that PEG-
ylation was possible under the used experimental condi-
tions, but the cysteines in CadC_C172A were modified
with iodoacetamide in the first step (Figure 3b). In con-
clusion, C208 and C272 are in a reduced form at low
pH.
The periplasmic disulfide bond can be mimicked by a salt
bridge
The results obtained with the labeling experiments indi-
cate a disulfide bond under non-inducing conditions,
but this bond is not formed at pH 5.8. In the next
experiments we asked the question whether the disulfide
bond could be mimicked by a salt bridge, which is
strongly pH-dependent [18]. Therefore, C208 and C272
were replaced by lysine and aspartate in both combina-
tions possible. Under non-inducing conditions (pH 7.6)
these amino acids should be in their charged form, and
thus be able to form a salt bridge that mimics a disulfide
bond. At low pH formation of a salt bridge might be
prevented due to the protonation of asparate. Indeed,
the induction profile supported by CadC_C208D,C272K
was comparable to wild-type CadC (Figure 4). These
data imply that in CadC_C208D,C272K the charged
amino acids are able to form a salt bridge that takes
over the function of the disulfide bond. In contrast, cells
producing CadC_C208K,C272D exhibited a deregulated
induction pattern (Figure 4). This result suggested that
in this construct salt bridge formation was prevented
and therefore the replacements of the cysteines against
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Page 3 of 12charged amino acids had the same effect as the disrup-
tion of the disulfide bond by alanine replacements.
Importantly, the wild-type like regulation pattern of
CadC_C208D,C272K offered the unique opportunity to
generate a functional cysteine-free CadC variant
required as prerequisite for site-specific labeling studies
in future. As expected, the regulation pattern of cells
producing the cysteine-free derivative CadC_C172A,
C208D,C272K was almost comparable to cells producing
the wild-type protein (Figure 4). These data indicate that
a salt bridge can take over the function of the disulfide
bond in CadC.
The disulfide bond in CadC affects the interaction
between sensor and co-sensor
CadC activity is regulated by the two stimuli pH and
lysine. CadC derivatives with a replacement of the peri-
plasmic cysteines by alanine were inactive at pH 7.6 in
the absence of lysine (Figure 1). Obviously, the inhibi-
tory effect of LysP on the CadC derivatives was strong
enough to prevent cadBA expression at pH 7.6. How-
ever, it remained unclear, why these CadC derivatives
activated cadBA expression at low pH in the absence of
lysine despite of the inhibitory effect of LysP on CadC.
Thus the question arose, whether the disruption of the
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Figure 2 In vivo monitoring of the thiol/disulfide state of the periplasmic cysteines of CadC at pH 7.6 (a) and illustration of the results
(b). (a) CadC_C172A, CadC_C172A,C208A or CadC_C172A,C208A,C272A (cysteine-free CadC) were overproduced in E. coli BL21(DE3)pLysS grown
in phosphate buffered minimal medium at pH 7.6. To label free thiol groups irreversibly, 5 mM iodoacetamide was added directly to the living
cells. After TCA precipitation and extensive washing, oxidized thiol groups were reduced by addition of 10 mM DTT in denaturing buffer. These
reduced cysteines were then alkylated by addition of 10 mM PEG-maleimide. Samples were mixed with non-reducing SDS-sample buffer and 30
μg total cell protein were loaded onto 12.5% SDS-polyacrylamide gels. CadC was detected by Western blot analysis of the His-tagged proteins.
Control experiments were done without DTT (lanes 3, 8) or PEG-mal (lanes 1, 6) or iam (lane 4). As a negative control the cysteine-free CadC
derivative CadC_C172A,C208A,C272A was used. The iam control was performed with a CadC derivative that contains only one cysteine
(CadC_C172A,C208A). iam = iodoacetamide, DTT = dithiothreitol, PEG = PEG-maleimide. (b) The results are schematically illustrated.
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CadC and LysP. To answer this question, the interplay
between CadC and LysP was disturbed, simply by over-
production of LysP [11,19]. It is known, that LysP over-
production lowers wild-type cadBA expression
significantly (57% reduction) (Figure 5). In contrast,
CadC_C208A,C272A-mediated cadBA expression was
slightly affected by LysP overproduction at pH 5.8
(17%), but severely affected at pH 7.6 (59%) (Figure 5).
These results imply that the interaction between LysP
and CadC_C208A,C272A is weaker at pH 5.8 than at
pH 7.6, and in general weaker in comparison to wild-
type CadC. Moreover, the weakened interaction between
LysP and CadC_C208A,C272A might also account for
the general higher ß-galactosidase activities measured
for all derivatives with Cys replacements at positions
208 and/or 272 (Figures 1 and 5).
In another experiment CadC_C208A,C272A was
introduced into the ΔlysP reporter strain E. coli EP-CD4
(cadC::Tn10, cadA’::lacZ, ΔlysP). In a lysP
- background,
wild-type CadC activates cadBA expression in a lysine-
independent, but pH-dependent manner [11,19]. As
expected, in the lysP
- background, CadC_C208A,C272A
induced cadBA expression lysine- and pH-independently
revealing that LysP is responsible for the inhibition of
CadC_C208A,C272A in the absence of lysine at pH 7.6
(data not shown). As discussed below, these experiments
revealed that CadC without a disulfide bond is trans-
formed into a semi-active state with respect to both the
pH and the lysine stimuli.
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schematically illustrated.
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Page 5 of 12Periplasmic disulfide oxidoreductases have no major
influence on CadC activation
The results described above led to the hypothesis that at
physiological pH CadC contains a disulfide bond which
is reduced at low pH. Opening and formation of disul-
fide bonds requires either the corresponding environ-
ment (oxidizing or reducing) or enzymes that catalyze
these processes. Therefore, we analyzed whether peri-
plasmic proteins known to be involved in formation and
opening of disulfide bonds during the protein folding
process such as the Dsb proteins [20] have an influence
on CadC activation. Six gene deletion mutants were
constructed lacking the disulfide bond-modifying pro-
teins DsbA, DsbB, DsbC, DsbD, DsbG and CcmG (also
known as DsbE). CcmG does not belong to the Dsb sys-
tem, but is a membrane-anchored protein with a peri-
plasmic thiol:disulfide oxidoreductase domain involved
in cytochrome c biogenesis [21]. DsbA is a disulfide oxi-
dase responsible for the formation of disulfide bonds
and is recycled by the membrane protein DsbB [20].
DsbC is an isomerase that opens wrongly formed disul-
fide bonds and introduces the correct ones and as such
also exhibits a reductase activity. DsbG is a non-essen-
t i a li s o m e r a s et h a ti sa b l et os u b s t i t u t ef o rD s b C ,a n d
seems to protect single cysteines from oxidation that are
needed in a reduced state to be catalytically active [22].
Both, DsbC and DsbG, are recycled by DsbD. While
DsbB and DsbD are membrane proteins, DsbA, DsbC
and DsbG are soluble proteins located in the periplasm.
Mutants of E. coli MG1655 each lacking a single dsb
gene were grown at pH 5.8 and 7.6 in the presence of
external lysine, and lysine decarboxylase (CadA) activity
was determined as a measurement for the expression
level of cadBA and thus of the functionality of CadC
(Figure 6). All strains tested exhibited a pH-dependent
regulation that was comparable to the wild-type strain,
though the fold-induction differed slightly in some
mutants. Under inducing conditions (pH 5.8, lysine)
CadA activity was more than twice as high in the
mutant MG1655ΔdsbA, lacking the disulfide oxidase
DsbA, as in the wild-type strain MG1655 [specific CadA
activity of 2.96 μmol/(min*mg protein) instead of 1.27].
The same holds true for MG1655ΔdsbB, lacking the
recycling protein for DsbA, and MG1655ΔdsbD, lacking
the recycling protein for DsbC [specific CadA activity of
2.41 and 2.82 μmol/(min*mg protein), respectively].
Discussion
Cysteines are one of the most rarely used amino acids in
proteins of all organisms studied so far [23]. Conserved
cysteines usually play crucial roles in the structure and
function of proteins because of their ability to form
intra- and intermolecular disulfide bonds and to coordi-
nate transition metal ions [24]. Disulfide bonds are
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Figure 4 Generation of a functional cysteine-free CadC by
replacement of the disulfide bond forming cysteines with
charged amino acids. Reporter gene assays were performed with
E. coli EP314 (cadC::Tn10; cadA’::lacZ fusion) which was
complemented with plasmid-encoded cadC or the indicated cadC
derivatives. Cells were cultivated under microaerobic conditions in
minimal medium at pH 5.8 or pH 7.6 in the presence or absence of
10 mM lysine at 37°C to mid-logarithmic growth phase, and
harvested by centrifugation. The activity of the reporter enzyme b-
galactosidase was determined [43] and served as a measurement
for cadBA expression. Error bars indicate standard deviations of the
mean for at least three independent experiments. Western blot
analysis (inset - see Figure 1 for details) of all CadC derivatives
(same order as in the graph) indicates production and membrane
insertion.
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second plasmid carrying the lysP gene (pBAD33-lysP). Cells were
cultivated under microaerobic conditions in minimal medium at pH
5.8 or pH 7.6 in the presence of 10 mM lysine at 37°C to mid-
logarithmic growth phase, and harvested by centrifugation. When
indicated, overproduction of LysP was induced by addition of 0.2%
(w/v) arabinose. The activity of the reporter enzyme b-galactosidase
was determined [43] and served as a measurement for cadBA
expression. Shaded numbers display the degree of inhibition of
cadBA expression by LysP overproduction. It should be noted that
wild-type CadC activates cadBA expression only at pH 5.8. Error bars
indicate standard deviations of the mean for at least three
independent experiments.
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Page 6 of 12often linked to protein stabilization, ligand binding,
dimerization and activation. Examples of this are the
eukaryotic cytokine receptor GHR [25] and the OxyR
transcriptional factor of E. coli [26]. The ArcB sensor
kinase is another example for the participation of disul-
fide bond formation during signaling [27,28]. Each ArcB
monomer contains two cytosolic cysteines. Quinone-
dependent inhibition of ArcB autophosphorylation
involves the formation of one or two intermolecular dis-
ulfide bonds under aerobic conditions. The V. cholerae
activator of virulence gene expression ToxR contains
two periplasmic cysteines that are important for the for-
mation of an intramolecular disulfide bond as well as
for the formation of intermolecular disulfide bonds
between two ToxR molecules and between ToxR and
ToxS [12,13]. ToxR binds to the DNA only in a dimeric
form [7], and dimerization of full-length ToxR was
shown in vivo [29]. However, an influence of environ-
mental conditions (pH, osmolarity) on ToxR oligomeri-
zation and hence disulfide bond formation in vivo was
not detected [14].
CadC contains three cysteines. Here, we show that
cysteines located at positions 208 and 272 are important
for the function of CadC, whereas C172 is dispensable.
Two stimuli are needed to activate wild-type CadC: low
pH and lysine. Replacements of C208 and/or C272
resulted in CadC derivatives that partially induced
cadBA expression at pH 7.6 indicating the
transformation of CadC into a semi-active state. This
discovery and structural data, according to which these
residues are in close proximity to each other [15],
prompted experiments to monitor the redox state of the
thiol groups of the periplasmic cysteines in CadC in
vivo. Differential thiol trapping performed with
CadC_C172A producing cells that were grown in mini-
mal medium at pH 7.6 revealed that a disulfide bond is
present in CadC. In contrast, at pH 5.8 the periplasmic
cysteines of CadC were found to be in the reduced
state. These data indicate that CadC contains a func-
tionally important disulfide bond. It is important to
note, that CadC is hardly a redox sensor. The differ-
ences in the cadBA expression level found for anaerobic
and aerobic growth conditions are dependent on H-NS
[6]. Therefore, it is proposed that the disulfide bond in
CadC provides structural support for the switch of the
sensor between the inactive and active state. This
assumption is supported by the location of Cys208
within a flexible loop in the N-terminal subdomain [15].
The question arose, how the disulfide bond might be
formed and opened in vivo. Enzymes responsible for
these processes might be the periplasmic disulfide oxi-
doreductases of the Dsb system. CadA activity as indica-
tion for cadBA expression was monitored in single dsb
and ccmG deletion mutants. However, none of these
deletions altered the CadC-mediated induction profile.
In all deletion mutants induction of cadBA expression
was prevented at pH 7.6, and CadA activity was signifi-
cantly increased at low pH. These data imply that none
of these proteins was essential for the formation or
opening of the disulfide bond in CadC. It is worth men-
tioning, that we found an elevated CadA activity in the
dsbA (encoding a disulfide oxidase),d s b B(encoding a
protein that regenerates DsbA) and dsbD (encoding a
recycling enzyme for an isomerase/reductase) deletion
mutants. DsbA/DsbB are responsible for the introduc-
tion of disulfide bonds in newly synthesized proteins,
thus their lack might support a higher probability of
CadC molecules without a disulfide bond and thus the
increased CadA activity. The role of DsbD in CadC acti-
vation remains unknown. Nevertheless, either these
enzymes are functionally redundant, or the spontaneous
oxidation by oxygen or low molecular compounds
might be responsible for the formation of a disulfide
bond in CadC. cadC belongs to the genes/operons with
the shortest half-lives of the mRNA [30]. Based on this
result and our finding of a transient activation of CadC
[31], we speculate that there is a rapid turnover of CadC
a n dt h a tt h ed i s u l f i d eb o n di sp r e f e r e n t i a l l yi n t r o d u c e d
during de novo synthesis of CadC. The periplasm is
accessible for oxygen and therefore allows the sponta-
neous oxidation of two neighboring cysteines in proteins
[32,33]. Expression of the cadBA operon is induced at
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Figure 6 Influence of periplasmic disulfide oxidoreductases on
cadBA expression. Single gene deletions of dsbA, dsbB, dsbC, dsbD,
dsbG and ccmG were constructed in E. coli MG1655, and cadBA
expression was monitored in the corresponding mutants by
determination of CadA activity. Cells were cultivated under
microaerobic conditions in minimal medium at pH 5.8 or pH 7.6 in
the presence of 10 mM lysine. The specific CadA activity was
determined [44] and is given in μmol/(min*mg protein). Error bars
indicate standard deviations of the mean for at least three
independent experiments.
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Page 7 of 12low pH, and the induction level is higher in the absence
of oxygen [34]. Under these conditions the oxidation of
cysteines to cystine is minimized due to the lack of oxy-
gen as well as the surplus of protons which prevents the
formation of thiolate anions, the prerequisite for disul-
fide bond formation [35]. Thus, this shift in the external
conditions already dramatically reduces the probability
to form a disulfide bond in CadC. Based on these results
it is suggested that under non-inducing conditions (pH
7.6) a disulfide bond in the periplasmic domain holds
the sensor in an inactive state. Under inducing condi-
tions (pH 5.8) formation of the disulfide bond is either
prevented or the disulfide bond is opened by a still
unknown mechanism. Concomitantly, CadC undergoes
conformational changes due to the protonation of nega-
tively charged amino acids located in a patch at the
CadC dimer interface [10].
This proposal is in accordance with the finding that
the disulfide bond could be mimicked by a salt bridge.
When C208 was replaced with an aspartate and C272
with a lysine, a CadC derivative was generated that sup-
ported cadBA expression comparable to the wild-type
protein. Functional substitution of a disulfide bond by a
salt bridge in CadC requires formation of the salt bridge
at pH 7.6, which is conceivable (aspartate deprotonated,
lysine protonated), and an opening of the salt bridge,
which might depend on the protonation of aspartate at
low pH [36,37]. In contrast, a CadC derivative in which
the cysteines were replaced by the same charged amino
acids but at opposite positions (CadC_C208K,C272D)
caused deregulation of cadBA expression. It is suggested
that a salt bridge was not formed in this derivative due
to an unfavorable orientation of the amino acid side
chains to each other.
The results obtained in this study illuminate the acti-
vation mechanism, specifically the sequential events to
transform CadC into an active form (Figure 7). Deriva-
tive CadC_C208A,C272A induced cadBA at pH 7.6,
however, its activity further increased at pH 5.8. Thus,
the lack of the disulfide bond seems to be only one part
of the pH-dependent structural transitions in CadC.
Whether reduction of the cysteines is a prerequisite for
or a consequence of additional conformational changes
cannot be decided yet. Nevertheless, CadC without a
disulfide bond is held in a semi-active state. This deriva-
tive also induces cadBA expression at low pH regardless
of the lysine concentration. This result suggests that the
interaction between LysP and a CadC derivative without
a disulfide bond is weaker in comparison to the wild-
type. In agreement, CadC lacking the periplasmic
c y s t e i n e si sh a r d l ys u b j e c tt oLysP-mediated inhibition
in cells that overproduce LysP. Our experimental data
also revealed that the interaction between LysP and
CadC is stronger at pH 7.6.
Based on these results, a two step activation mechan-
ism for CadC is proposed (Figure 7). Under non-indu-
cing conditions (no lysine, pH 7.6) CadC-mediated
cadBA expression is inhibited by two mechanisms. At
pH 7.6 a disulfide bond is formed, and CadC is in an
inactive form. Moreover, CadC is inhibited through the
interplay with the lysine permease LysP in the absence
of lysine [11]. CadC with a disulfide bond remains inac-
tive even when the interaction with LysP is released in
t h ep r e s e n c eo fl y s i n e( l y s i n e ,p H7 . 6 ) .E x p o s u r eo f
CadC to low pH is accompanied by conformational
changes and reduction of the cysteines resulting in an
active CadC (lysine, pH 5.8). Alternatively, at low pH in
the absence of lysine, CadC is still locked in an inactive
conformation due to the interplay with LysP (no lysine,
pH 5.8). The presence of lysine suspends the interaction
with LysP, and CadC is transformed into the active state
(lysine, pH 5.8).
In CadC_C208A,C272A formation of a disulfide bond
is prevented by amino acid replacements (Figure 7). As
consequence, this derivative displays semi-active states
at pH 7.6 in the presence of lysine (lysine, pH 7.6) or at
low pH in the absence of lysine (no lysine, pH 5.8).
Additional pH-dependent conformational changes or
the presence of lysine are required to fully activate this
CadC derivative (lysine, pH 5.8).
Conclusion
Previously, it was proposed that the two stimuli, lysine
and low pH, affect CadC activation independently from
each other [38]. Here, we gained new insights into the
molecular mechanism how CadC processes these sti-
muli, particularly that a disulfide bond is involved in the
function of CadC.
Methods
Bacterial strains and growth conditions
Strains and plasmids are listed in Tables 1 and 2. E. coli
JM109 served as carrier for the plasmids described. E.
coli BL21(DE3)pLysS was used for expression of cadC
and cadC derivatives from the T7 promoter. E. coli
EP314 and EP-CD4 were complemented with plasmids
(pET16b) encoding cadC and its derivatives, and used
for cadBA transcriptional analysis. E. coli EP314 and EP-
CD4 carry a cadA’::lacZ fusion and an inactivated cadC.
Additionally, EP-CD4 is also lysP
-. Overproduction of
LysP was performed in E. coli EP314 transformed with
plasmid pBAD33-lysP by inducing the arabinose promo-
ter with 0.2% (w/v) arabinose. E. coli MG1655 was used
for construction of gene deletion strains. E. coli strains
were grown in Luria-Bertani (LB) medium [39] for
strain maintenance and protein overproduction. To
probe signal transduction in vivo, cells of E. coli EP314
transformed with the indicated plasmids were grown in
Tetsch et al. BMC Microbiology 2011, 11:74
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Page 8 of 12Table 1 Bacterial strains used in this study.
Strain Relevant genotype Source or reference
E. coli JM109 recA1 endA1gyrA96 thi-1 hsdR17 (rK
- mK
+) Stratagene
supE44 relA1Δ(lac-proAB)[ F ’ traD36 proAB
lacI
qZΔM15]
E. coli BL21(DE3)pLysS F
- ompT r
-
B m
-
B dcm gal tonA (DE3) pLysS (Cm
R) [46]
E. coli EP314 W3110 Δ(lacIOPZYA) exa-1::Mu [19]
dI1734 Km lac) in cadA] cadC1::Tn10
E. coli EP-CD4 E. coli EP314 lysP::Cm This work
E. coli MG1655 K12 reference strain [47]
E. coli MG1655ΔdsbA E. coli MG1655 ΔdsbA::Kan This work
E. coli MG1655ΔdsbB E. coli MG1655 ΔdsbB::Kan This work
E. coli MG1655ΔdsbC E. coli MG1655 ΔdsbC::Cm This work
E. coli MG1655ΔdsbD E. coli MG1655 ΔdsbD::Kan This work
E. coli MG1655ΔdsbG E. coli MG1655 ΔdsbG::Kan This work
E. coli MG1655ΔccmG E. coli MG1655 ΔccmG::Kan This work
1. stimulus: lysine
lysine, pH 7.6
2. stimulus: pH
lysine, pH 5.8
1. stimulus: pH
no lysine, pH 5.8
2. stimulus: lysine
lysine, pH 5.8
LysP
S
I
S
S
I
S
Ala
Ala
S
I
S
S
I
S
SH
SH
Ala
Ala
SH
SH
wild-type
no lysine, pH 7.6
periplasm
cytoplasm
CadC
Figure 7 Model of the lysine- and pH-dependent activation of wild-type CadC and CadC_C208A,C272A. The different transcription
activities are indicated by the arrows below CadC. Under non-inducing conditions (no lysine, pH 7.6) CadC-mediated cadBA expression is
inhibited by two mechanisms, the interaction with LysP and a disulfide bond in the periplasmic domain. CadC with a disulfide bond remains
inactive even when the interaction with LysP is released in the presence of lysine (lysine, pH 7.6). A shift to low pH causes conformational
changes and prevents formation of a disulfide bond (lysine, pH 5.8). In the absence of lysine, CadC activity is blocked by the interplay with LysP
(no lysine, pH 5.8). In CadC_C208A,C272A formation of a disulfide bond is prevented by amino acid replacements. As consequence, this
derivative displays semi-active states at pH 7.6 in the presence of lysine (lysine, pH 7.6), and at pH 5.8 in the absence of lysine (no lysine, pH 5.8).
See text for further details.
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Page 9 of 12minimal medium [40]; the phosphate buffer of the med-
ium was adjusted to either pH 5.8 or pH 7.6. Lysine was
added at a concentration of 10 mM. For selection of
plasmid-containing cells appropriate antibiotics were
added at concentrations of 100 μg/ml (ampicillin
sodium salt), 50 μg/ml (kanamycin sulfate) and 34 μg/
ml (chloramphenicol).
Generation of plasmids and strains
All cadC derivatives were constructed by polymerase chain
reaction (PCR) with mismatch primers either by single
step or by two step PCR [41]. To facilitate construction, a
cadC gene with two additional unique restriction sites was
employed [11]. All site-specific mutations were directed by
synthetic oligonucleotide primers containing the required
nucleotide exchanges. PCR fragments were cloned into
the expression vector pET16b with the restriction enzymes
NdeIa n dBamHI so that all constructs carried the
sequence encoding an N-terminal His-Tag of 10 histidine
residues. E. coli EP-CD4, E. coli MG1655ΔdsbA, E. coli
MG1655ΔdsbB, E. coli MG1655ΔdsbC, E. coli
MG1655ΔdsbD, MG1655ΔdsbG and MG1655ΔccmG
were constructed by deleting the genes lysP, dsbA, dsbB,
dsbC, dsbD, dsbG and ccmG, respectively, via the Quick &
Easy E. coli Gene Deletion Kit (Gene Bridges) according to
the manufacturer’s instructions.
Differential thiol trapping of CadC in vivo
The thiol/disulfide state of the periplasmic cysteines of
CadC was monitored in vivo by differential thiol trap-
ping according to [16]. The procedure was modified as
follows: E. coli BL21(DE3)pLysS carrying one of the
plasmids pET-CadC-C172A, pET-CadC-C172A,C208A
or pET-CadC-C172A,C208A,C272A was grown in phos-
phate buffered minimal medium with a pH of 7.6 or 5.8
to an OD600 of 0.5. Subsequently, overproduction of the
CadC derivatives was induced by addition of 0.5 mM
IPTG. After an additional hour of growth at 37°C, the
OD600 was adjusted to 1, and 5 mM iodoacetamide (dis-
solved in 0.1 M Tris) was added to 1 ml cell suspension.
At pH 7.6, incubation was performed for 15 min (37°C),
at pH 5.8 the incubation time was prolonged to 150
min to compensate the lower alkylation rate of iodoace-
tamide at low pH. This first alkylation procedure irre-
versibly modified all free thiol groups directly in the
living cells. Subsequently, cells were harvested into 100
μl ice-cold 100% (w/v) trichloric acid (TCA) and stored
on ice for at least 30 min. The TCA treated cells were
centrifuged (16.000 g, 4°C, 15 min), and the resulting
pellet was washed with 200 μl of ice-cold 10% (w/v)
TCA followed by a wash with 100 μl of ice-cold 5% (w/
v) TCA. The supernatant was removed completely, and
the pellet was resuspended in 100 μl of denaturing buf-
fer [6 M urea, 200 mM Tris-HCl (pH 8.5), 10 mM
EDTA, 0.5% (w/v) SDS] supplemented with 10 mM
DTT to reduce disulfide bonds. After one hour of incu-
bation in the dark (37°C, gentle agitation at 1300 rpm),
10 μl ice-cold 100% (w/v) TCA was added, and the sam-
ple was stored on ice for at least 30 min. After centrifu-
gation, the resulting pellet was again washed with 200 μl
of ice-cold 10% (w/v) TCA followed by a wash with 100
μl of ice-cold 5% (w/v) TCA. Finally, the pellet was
resuspended in 50 μl of denaturing buffer containing 10
mM PEG-maleimide (Iris Biotech GmbH, Marktredwitz/
Table 2 Plasmids used in this study.
Plasmid Relevant genotype Source or reference
pET16b Expression vector, Ap
r Novagen
pET16b-cadC cadC in pET16b [6]
pET16b-cadC_C172A Amino acid exchange C172A in cadC, This work
cadC_C172A in pET16b
pET16b-cadC_C208A cadC_C208A in pET16b This work
pET16b-cadC_C272A cadC_C272A in pET16b This work
pET16b-cadC_C172A,C208A cadC_C172A,C208A in pET16b This work
pET16b-cadC_C172A,C272A cadC_C172A,C272A in pET16b This work
pET16b-cadC_C208A,C272A cadC_C208A,C272A in pET16b This work
pET16b-cadC_C172A,C208A,C272A cadC_C172A,C208A,C272A in pET16b This work
pET16b-cadC_C208D,C272K cadC_C208D,C272K in pET16b This work
pET16b-cadC_C208K,C272D cadC_C208K,C272D in pET16b This work
pET16b-cadC_C172A,C208D,C272K cadC_C172A,C208D,C272K in pET16b This work
pBAD33 Expression vector, Cm
r [48]
pBAD33-lysP lysP in pBAD33 [11]
Site-directed mutants are designated as follows: The one letter code is used, followed by a number indicating the position of the amino acid in wild-type CadC.
The sequence is followed by a second letter denoting the amino acid replacement at this position.
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Page 10 of 12Germany) to alkylate all newly reduced cysteines. The
reaction (37°C, gentle agitation at 1300 rpm, in the
dark) was stopped after one hour by addition of 5 μl
ice-cold 100% (w/v) TCA. After precipitation on ice (30
min) and centrifugation, the pellet was washed first with
100 μlo f1 0 %a n dt h e nw i t h5 0μlo f5 %i c e - c o l d( w / v )
TCA. After removing the TCA, the pellet was washed
twice with 500 μl acetone and resuspended in 50 μl
denaturing buffer. Samples were mixed with non-redu-
cing SDS-sample buffer and loaded onto 12.5% SDS-
polyacrylamide gels [42]. CadC was detected by Western
blot analysis [11].
Analysis of intermolecular disulfide bonds
For the detection of intermolecular disulfide bonds,
wild-type CadC and all available CadC derivatives with
Cys replacements (CadC_C172A; CadC_C208A;
CadC_C272A; CadC_C172A,C208A; CadC_C172A,
C272A; CadC_C208A,C272A; CadC_C172A,C208A,
C272A) were overproduced in E. coli BL21(DE3)pLysS,
and membrane vesicles were prepared [11]. CadC-con-
taining membrane vesicles [1 mg protein/ml in TG-buf-
fer, 50 mM Tris/HCl, pH 7.5; 10% (v/v) glycerol] were
treated with 0.2 mM copper phenanthroline at 25°C for
30 min. The reaction was stopped by addition of 10
mM EDTA. Samples were mixed with non-reducing
SDS-sample buffer and loaded onto 7.5% (w/v) SDS-
polyacrylamide gels [39]. CadC was detected by Western
blot analysis [11].
Measurement of CadC signal transduction activity in vivo
Signal transduction activity of different CadC derivatives
in vivo was probed with a b-galactosidase based reporter
gene assay as previously described [11]. Using a pET-
based vector in combination with the reporter strain E.
coli EP314 that does not possess a T7 polymerase
resulted in a low expression that was sufficient to allow
complementation but did not lead to overproduction of
CadC which would result in stimulus-independent
cadBA expression. b-galactosidase activity was deter-
mined from at least three independent cultures, and is
given in Miller units (MU) calculated as described [43].
The activity of the lysine decarboxylase CadA as a mea-
surement for cadBA expression was determined accord-
ing to [44] with the following changes: for the assay
cells corresponding to an optical density of 1 (600 nm)
were resuspended in 20 mM potassium phosphate buffer
( p H5 . 6 )a n dl y s e db yt h ea d d i t i o no fc h l o r o f o r m .O n e
unit is defined as 1 μmol decarboxylated lysine pro-
duced per minute and specific activities were calculated
for 1 mg of protein [μmol/(min*mg)]. Insertion of the
CadC derivatives into the cytoplasmic membrane was
analyzed after overproduction of CadC, isolation of
membrane vesicles and subsequent Western blot analy-
sis as previously described [11,45].
Acknowledgements
This work was supported by the Deutsche Forschungsgemeinschaft (JU270/
5-3 and Exc114/1). We thank Teresa Friedrich for the construction of E. coli
MG1655ΔdsbA, MG1655ΔdsbB, MG1655ΔdsbC and MG1655ΔdsbD and Korinna
Burdack for technical assistance.
Author details
1Munich Center for integrated Protein Science (CiPSM) at the Department of
Biology I, Microbiology, Ludwig-Maximilians-Universität München,
Grosshaderner Straße 2-4, 82152 Martinsried, Germany.
2Lehrstuhl für
Physiologische Chemie, Veterinärwissenschaftliches Department, Tierärztliche
Fakultät der Ludwig-Maximilians-Universität München, Veterinärstr. 13, 80539
Munich, Germany.
3Gene Center Munich, Department of Biochemistry,
Ludwig-Maximilians-Universität München, Feodor-Lynen-Str. 25, 81377
Munich, Germany.
Authors’ contributions
LT, CK and KJ designed research experiments; AD performed experiments; LT
performed experiments and analyzed data. LT and KJ wrote the manuscript.
All authors have read and approved the final manuscript.
Received: 29 November 2010 Accepted: 12 April 2011
Published: 12 April 2011
References
1. Meng SY, Bennett GN: Nucleotide sequence of the Escherichia coli cad
operon: a system for neutralization of low extracellular pH. J Bacteriol
1992, 174:2659-2669.
2. Auger EA, Redding KE, Plumb T, Childs LC, Meng SY, Bennett GN:
Construction of lac fusions to the inducible arginine- and lysine
decarboxylase genes of Escherichia coli K12. Mol Microbiol 1989, 3:609-620.
3. Soksawatmaekhin W, Kuraishi A, Sakata K, Kashiwagi K, Igarashi K: Excretion
and uptake of cadaverine by CadB and its physiological functions in
Escherichia coli. Mol Microbiol 2004, 51:1401-1412.
4. Meng SY, Bennett GN: Regulation of the Escherichia coli cad operon:
location of a site required for acid induction. J Bacteriol 1992,
174:2670-2678.
5. Watson N, Dunyak DS, Rosey EL, Slonczewski JL, Olson ER: Identification of
elements involved in transcriptional regulation of the Escherichia coli cad
operon by external pH. J Bacteriol 1992, 174:530-540.
6. Küper C, Jung K: CadC-mediated activation of the cadBA promoter in
Escherichia coli. J Mol Microbiol Biotechnol 2005, 10:26-39.
7. Miller VL, Taylor RK, Mekalanos JJ: Cholera toxin transcriptional activator
ToxR is a transmembrane DNA binding protein. Cell 1987, 48:271-279.
8. Dell CL, Neely MN, Olson ER: Altered pH and lysine signalling mutants of
cadC, a gene encoding a membrane-bound transcriptional activator of
the Escherichia coli cadBA operon. Mol Microbiol 1994, 14:7-16.
9. Gao R, Stock AM: Biological insights from structures of two-component
proteins. Annu Rev Microbiol 2009, 63:133-154.
10. Haneburger I, Eichinger A, Skerra A, Jung K: New insights into the
signaling mechanism of the pH-responsive, membrane-integrated
transcriptional activator CadC of Escherichia coli. J Biol Chem 2011,
286:10681-10689.
11. Tetsch L, Koller C, Haneburger I, Jung K: The membrane-integrated
transcriptional activator CadC of Escherichia coli senses lysine indirectly
via the interaction with the lysine permease LysP. Mol Microbiol 2008,
67:570-583.
12. Ottemann KM, Mekalanos JJ: The ToxR protein of Vibrio cholerae forms
homodimers and heterodimers. J Bacteriol 1996, 178:156-162.
13. Chatterjee T, Saha RP, Chakrabarti P: Structural studies on Vibrio cholerae
ToxR periplasmic and cytoplasmic domains. Biochim Biophys Acta 2007,
1774:1331-1338.
14. Dziejman M, Kolmar H, Fritz HJ, Mekalanos JJ: ToxR co-operative
interactions are not modulated by environmental conditions or
periplasmic domain conformation. Mol Microbiol 1999, 31:305-317.
Tetsch et al. BMC Microbiology 2011, 11:74
http://www.biomedcentral.com/1471-2180/11/74
Page 11 of 1215. Eichinger A, Haneburger I, Koller C, Jung K, Skerra A: Crystal structure of
the sensory domain of Escherichia coli CadC, a member of the ToxR-like
protein family. Protein Sci 2011, 20:656-669.
16. Leichert LI, Jakob U: Protein thiol modifications visualized in vivo. PLoS
Biol 2004, 2:e333.
17. Zheng C, Ma G, Su Z: Native PAGE eliminates the problem of PEG-SDS
interaction in SDS-PAGE and provides an alternative to HPLC in
characterization of protein PEGylation. Electrophoresis 2007, 28:2801-2807.
18. Anderson DE, Becktel WJ, Dahlquist FW: pH-induced denaturation of
proteins: a single salt bridge contributes 3-5 kcal/mol to the free energy
of folding of T4 lysozyme. Biochemistry 1990, 29:2403-2408.
19. Neely MN, Dell CL, Olson ER: Roles of LysP and CadC in mediating the
lysine requirement for acid induction of the Escherichia coli cad operon.
J Bacteriol 1994, 176:3278-3285.
20. Vertommen D, Depuydt M, Pan J, Leverrier P, Knoops L, Szikora JP, et al:
The disulphide isomerase DsbC cooperates with the oxidase DsbA in a
DsbD-independent manner. Mol Microbiol 2008, 67:336-349.
21. Reid E, Cole J, Eaves DJ: The Escherichia coli CcmG protein fulfils a
specific role in cytochrome c assembly. Biochem J 2001, 355:51-58.
22. Depuydt M, Leonard SE, Vertommen D, Denoncin K, Morsomme P,
Wahni K, et al: A periplasmic reducing system protects single cysteine
residues from oxidation. Science 2009, 20(326):1109-1111.
23. Pe’er I, Felder CE, Man O, Silman I, Sussman JL, Beckmann JS: Proteomic
signatures: amino acid and oligopeptide compositions differentiate
among phyla. Proteins 2004, 54:20-40.
24. Giles NM, Giles GI, Jacob C: Multiple roles of cysteine in biocatalysis.
Biochem Biophys Res Commun 2003, 300:1-4.
25. van den Eijnden MJ, Lahaye LL, Strous GJ: Disulfide bonds determine
growth hormone receptor folding, dimerisation and ligand binding. J
Cell Sci 2006, 119:3078-3086.
26. Zheng M, Aslund F, Storz G: Activation of the OxyR transcription factor by
reversible disulfide bond formation. Science 1998, 279:1718-1721.
27. Bekker M, Alexeeva S, Laan W, Sawers G, Teixeira de Mattos J, Hellingwerf ,
et al: The ArcBA two-component system of Escherichia coli is regulated
by the redox state of both the ubiquinone and the menaquinone pool.
J Bacteriol 2010, 192:746-754.
28. Malpica R, Franco B, Rodriguez C, Kwon O, Georgellis D: Identification of a
quinone-sensitive redox switch in the ArcB sensor kinase. Proc Natl Acad
Sci USA 2004, 101:13318-13323.
29. Dziejman M, Mekalanos JJ: Analysis of membrane protein interaction:
ToxR can dimerize the amino terminus of phage lambda repressor. Mol
Microbiol 1994, 13:485-494.
30. Selinger DW, Saxena RM, Cheung KJ, Church GM, Rosenow C: Global RNA
half-life analysis in Escherichia coli reveals positional patterns of
transcript degradation. Genome Res 2003, 13:216-223.
31. Fritz G, Koller C, Burdack K, Tetsch L, Haneburger I, Jung K, et al: Induction
kinetics of a conditional pH stress response system in Escherichia coli. J
Mol Biol 2009, 393:272-286.
32. Kadokura H, Beckwith J: Mechanisms of oxidative protein folding in the
bacterial cell envelope. Antioxid Redox Signal 2010, 13:1231-1246.
33. Depuydt M, Messens J, Collet JF: How proteins form disulfide bonds.
Antioxid Redox Signal 2010.
34. Sabo DL, Boeker EA, Byers B, Waron H, Fischer EH: Purification and
physical properties of inducible Escherichia coli lysine decarboxylase.
Biochemistry 1974, 13:662-670.
35. Lundblad RL: Chemical reagents for protein modification Boca Raton: CRC
Press; 2005.
36. Onufriev A, Case DA, Ullmann GM: A novel view of pH titration in
biomolecules. Biochemistry 2001, 40:3413-3419.
37. Lu J, Edwards RA, Wong JJ, Manchak J, Scott PG, Frost LS, et al:
Protonation-mediated structural flexibility in the F conjugation
regulatory protein, TraM. EMBO J 2006, 25:2930-2939.
38. Neely MN, Olson ER: Kinetics of expression of the Escherichia coli cad
operon as a function of pH and lysine. J Bacteriol 1996, 178:5522-5528.
39. Sambrook J, Fritsch EF, Maniatis T: Molecular Cloning. A Laboratory Manual
Cold Spring Harbor, New York: Cold Spring Harbor Laboratory Press; 1982.
40. Epstein W, Kim BS: Potassium transport loci in Escherichia coli K-12. J
Bacteriol 1971, 108:639-644.
41. Ho SN, Hunt HD, Horton RM, Pullen JK, Pease LR: Site-directed
mutagenesis by overlap extension using the polymerase chain reaction.
Gene 1989, 77:51-59.
42. Laemmli UK: Cleavage of structural proteins during the assembly of the
head of bacteriophage T4. Nature 1970, 227:680-685.
43. Miller JH: Experiments in molecular genetics. In A short course in bacterial
genetics. Edited by: Miller JH. Cold Spring Habor, NY: Cold Spring Harbor
Laboratory Press; 1992:72-74.
44. Lemonnier M, Lane D: Expression of the second lysine decarboxylase
gene of Escherichia coli. Microbiology 1998, 144(Pt 3):751-760.
45. Heermann R, Weber A, Mayer B, Ott M, Hauser E, Gabriel G, et al: The
universal stress protein UspC scaffolds the KdpD/KdpE signaling cascade
of Escherichia coli under salt stress. J Mol Biol 2009, 386:134-148.
46. Studier FW, Moffatt BA: Use of bacteriophage T7 RNA polymerase to
direct selective high-level expression of cloned genes. J Mol Biol 1986,
189:113-130.
47. Blattner FR, Plunkett G III, Bloch CA, Perna NT, Burland V, Riley M, et al: The
complete genome sequence of Escherichia coli K-12. Science 1997,
277:1453-1474.
48. Guzman LM, Belin D, Carson MJ, Beckwith J: Tight regulation, modulation,
and high-level expression by vectors containing the arabinose PBAD
promoter. J Bacteriol 1995, 177:4121-4130.
doi:10.1186/1471-2180-11-74
Cite this article as: Tetsch et al.: Detection and function of an
intramolecular disulfide bond in the pH-responsive CadC of Escherichia
coli. BMC Microbiology 2011 11:74.
Submit your next manuscript to BioMed Central
and take full advantage of: 
• Convenient online submission
• Thorough peer review
• No space constraints or color ﬁgure charges
• Immediate publication on acceptance
• Inclusion in PubMed, CAS, Scopus and Google Scholar
• Research which is freely available for redistribution
Submit your manuscript at 
www.biomedcentral.com/submit
Tetsch et al. BMC Microbiology 2011, 11:74
http://www.biomedcentral.com/1471-2180/11/74
Page 12 of 12